Start crop Point End crop Point

1 MSA length = 270 1
I ITIA‘TAITATTIT—-A AAITIAIGGGGTGGCTGCAATAICCAGITAGCTCCATTTTAATAAATTTI ---------- GTGGAGCTGCCTGGTTATTGCAGCCACCCCTTCAATTG--- - - - - TITATTCAAAAA CAT - - - -TAAT
THA TTGTAGTEATA A AARTGAAGGGGTGGCTGCAATAACCIGGCAGCTCCATTTTAATAAATTTG- - - - - - - - - - GTGGAGCTGCCTGGTTATTGCAGCCACCCCTTCAATTG TTGTAATTAAAAC AAT
AATTGAAGGGGTGGCTGCAATAACCAGGCAGCICCATTTTAATAAATTTG ---------- GTGGAGCTGICIGGTTATTGCAGICACCCCTTCAATTG TTTGTATTCATIAC AAT
AATTGAAGGGGTGGCTGCAATAACCAGGTAG- - -JJATTTTJATAAATTTG - - - - - - - - - GBGGAGCTGCCT G = w s e e e e e e e oo TTCAAAAA CA - - - -TAAT
AATTGAAGGG.GGCT CAATAACCAGGCAGCTCCATTTTAAIAAATTTG ---------- GTGGAGCTGCCTGGTTATIGIAG—CACCCCTTCAATTG ----------- AAT
AATTGAAIGGGTGGCT CAATAACCAGITAGCTCCATTTTAATAAATTTG ---------- G.GAGCTGCCTGGTTATTGCAiICACCCITTCAATTG -------------- AATGGAT - - -AACACTTTA------------
AATTGAAGGGGJGGCTGCAATAACCAGGCAGCTCCATTTTAATAAATTTG- - - - - - - - - - GTGGAGCTGCCTGGTTATTGCACCACCCCTTCAATTGIEMMM- - - - - - - - - - - = = = === = m o e e oo e e e e e e e e e e e oo -
AATTGAAGGGGTGGIT.AATAACIAGGCAGCTICATTTTAATAAATTTG ---------- GTGGAGCTGCCTGGTTATTACAGCCACICCTTCAITTA --------------
AATTGAAGGGGTGGCTGCAATAACCAGJCAGCTCCATTTTAATAAATTTG- - - - - - - - - - GTGGAGCTGCCTGGTTATTGCAMCCACCCCTTCAATTG ATABTAA
.!CCACCCCTTCAATTA AR TEEABCETAA

AATTGAAGGGGTGGCIGCAATAACCAGGCAGCTCCATTTTAATAAATTTG —————————— GTGGAGCTGiITGGTTATTA
C

AATTGAAGGGGTGGCTGCAATAACCAGGCAGCTCCATTITAATAAITTTG —————————— ITGGAGCTG TGGTTATTGCAGCCAICCCTTCAATT TTTGTGTACG-AAC AA



Start crop Point
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 270 b P

size: 270bp; fragments: 842; full length: 211 (>=243bp)

& - h -
m_
o N
S « — .
o ~—
X -6 :iiot -i#ai’iio itfiiinicV pipji ' i o 8]
—— 8 1 W = S
0 s ————— < (@]
3 -—— _Q
8 = ~ +
O n Q. Q
N ) O o
c o = W
Q Q8T Q -
o (%))
o © 0
—— g 7
804% O C o / \
c - O o L S
% - === === = 7 2‘4
— i
= . L
© R
0 -
o , o o | \ :

I I I I I I I I I I I I I I I I I
0 50 100 150 200 250 50 100 150 200 250 0 50 100 150 200 250 0 50 100 150 200 250
TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



fastab.bed ufbed g 2.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 571bp; fragments: 842; full length: 0 (>=513.9bp)
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divergence to consensus (%)

TE: mnd_4 family_5284 Before TEtrimmer 257 bp

size: 257bp; fragments: 1078; full length: 212 (>=231.3bp)
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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